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<130> N8862 

<140> 
<141> 

<150> GB9822115. 3 
<151> 1998-10-09 

<160> 5 

<170> Patentin Ver. 2.^ 

<210> 1 
<211> 639 
<212> PRT 

<213> Homo sapiens 
<400> 1 

Met Glu Glu Asp Lys Lys Glu J^p Val Gly Thr Val Val Gly lie Asp 

10 15 

Leu Gly Thr Thr Tyr Ser Cys Val Vsly Val Phe Lys Asn Gly Arg Val 
20 \25 30 

Glu lie lie Ala Asn Asp Gin Gly As\ Arg lie Thr Pro Ser Tyr Val 
35 40 \ 45 

Ala Phe Thr Pro Glu Gly Glu Arg Leu lie Gly Asp Ala Ala Lys Asn 
50 55 \ 60 

Gin Leu Thr Ser Asn Pro Glu Asn Thr Val Phe Asp Ala Lys Arg Leu 
65 70 80 

lie Gly Arg Thr Trp Asn Asp Pro Ser Val Gin In Asp lie Lys Phe 
85 90 \ 95 



Leu Pro Phe Lys Val Val Glu Lys Lys Thr Lys Pro\yr He Gin Val 
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100 



105 



110 



/C^p lie Gly Gly Gly Gin Thr Lys Thr Phe Ala Pro Glu Glu He Ser 
115 120 125 

Ala Val Leu Thr Lys Met Lys Glu Thr Ala Glu Ala Tyr Leu Gly 

130\ 135 140 

Lys Lys Thr His Ala Val Val Thr Val Pro Ala Tyr Phe Asn Asp 

145 \ 150 155 160 

Ala Gin Arg GOS^ Ala Thr Lys Asp Ala Gly Thr He Ala Gly Leu Asn 
a65 170 175 

Val Met Arg He Ilk Asn Glu Pro Thr Ala Ala Ala He Ala Tyr Gly 
180 \ 185 190 

Leu Asp Lys Arg Glu GlyN^lu Lys Asn He Leu Val Phe Asp Leu Gly 
195 \ 200 205 

Gly Gly Thr Phe Asp Val Ser \eu Leu Thr He Asp Asn Gly Val Phe 
210 215 \ 220 

Glu Val Val Ala Thr Asn Gly Asp Vhr His Leu Gly Gly Glu Asp Phe 
225 230 \ 235 240 

Asp Gin Arg Val Met Glu His Phe He Yys Leu Tyr Lys Lys Lys Thr 
245 2^0 255 

Gly Lys Asp Val Arg Lys Asp Asn Arg Ala Val Gin Lys Leu Arg Arg 
260 265 \ 270 

Glu Val Glu Lys Ala Lys Arg Ala Leu Ser Ser "feln His Gin Ala Arg 
275 280 \ 285 

He Glu He Glu Ser Phe Tyr Glu Gly Glu Asp Phe \er Glu Thr Leu 
290 295 300 

Thr Arg Ala Lys Phe Glu Glu Leu Asn Met Asp Leu Phe Xrg Ser Thr 
305 310 315 \ 320 

Met Lys Pro Val Gin Lys Val Leu Glu Asp Ser Asp Leu Lys iWs Ser 
325 330 33S 



Asp He Asp Glu He Val Leu Val Gly Gly Ser Thr Arg He Pro I\ys 
340 345 350 



He Gin Gin Leu Val Lys Glu Phe Phe Asn Gly Lys Glu Pro Ser Arg 
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355 



360 



365 



Gly lie Asn Pro Asp Glu Ala Val Ala Tyr Gly Ala Ala Val Gin Ala 
'\ 370 375 380 

Gly Va^ Leu Ser Gly Asp Gin Asp Thr Gly Asp Leu Val Leu Leu Asp 
385 \ 390 395 400 

Val Cys Prc?\Leu Thr Leu Gly lie Glu Thr Val Gly Gly Val Met Thr 
405 410 415 

Lys Leu lie Pro^Arg Asn Thr Val Val Pro Thr Lys Lys Ser Gin lie 
420 \ 425 430 

Phe Ser Thr Ala Ser XfP ^sn Gin Pro Thr Val Thr lie Lys Val Tyr 
435 \ 440 445 

Glu Gly Glu Arg Pro Leu iHir Lys Asp Asn His Leu Leu Gly Thr Phe 
4 50 4 5V~^ 4 60 



Asp Leu Thr Gly lie Pro Pjjro 
465 470 



Pro Arg Gly Val Pro Gin lie Glu 
475 480 



Val Thr Phe Glu lie Asp VoLl Asn/G^y lie Leu Arg Val Thr Ala Glu 
485 ^ 



4 90 



495 



Asp Lys Gly Thr Gly Asn Ly^ Asn Lys 
500 505 



;^le Thr lie Thr Asn Asp Gin 
510 



Asn Arg Leu Thr Pro Glu Glu lie Glu Arg ket Val Asn Asp Ala Glu 
515 520 \ 525 

Lys Phe Ala Glu Glu Asp Lys Lys Leu Lys Glu A^ lie Asp Thr Arg 
530 535 540S 

Asn Glu Leu Glu Ser Tyr Ala Tyr Ser Leu Lys Asn Gl\i lie Gly Asp 
545 550 555 \ 560 

Lys Glu Lys Leu Gly Gly Lys Leu Ser Ser Glu Asp Lys GlNi Thr Met 
565 570 \575 

Glu Lys Ala Val Glu Glu Lys lie Glu Trp Leu Glu Ser His GiS(i Asp 
580 585 590 



Ala Asp He Glu Asp Phe Lys Ala Lys Lys Lys Glu Leu Glu Glu l\e 
595 600 605 



Val Gin Pro He He Ser Lys Leu Tyr Gly Ser Ala Gly Pro Pro Pro 
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610 



615 



620 



Thr Gly Glu Glu Asp Thr Ala Glu Leu His His His His His His 
625 630 635 



<210> 2> 

<211> 63) 

<212> PRT^ 

<213> Homo ^^apiens 

<400> 2 

Met Glu Glu Asp\Lys Lys Glu Asp Val Gly Thr Val Val Gly lie Asp 

10 15 

Leu Gly Thr Thr TyrXser Cys Val Gly Val Phe Lys Asn Gly Arg Val 
20 \ 25 30 



Glu lie lie Ala Asn Asfe Gin Gly Asn Arg He Thr Pro Ser Tyr Val 



35 



40 



45 



Ala Phe Thr Pro Glu Gly Glp-Arg Leu He Gly Asp Ala Ala Lys Asn 



50 



60 



Gin Leu Thr Ser Asn Pro 
65 70 



\sn T^r Val Phe Asp Ala Lys Arg Leu 
75 80 



He Gly Arg Thr Trp Asn Asp 
85 



rro )&er Val Gin Gin Asp lie Lys Phe 
90 95 



Leu Pro Phe Lys Val Val Glu Lys Lys 
100 



hr Lys Pro Tyr He Gin Val 
105 \ 110 



Asp He Gly Gly Gly Gin Thr Lys Thr PheWa Pro Glu Glu He Ser 
115 120 \ 125 

Ala Met Val Leu Thr Lys Met Lys Glu Thr AlaN^lu Ala Tyr Leu Gly 
130 135 \o 

Lys Lys Val Thr His Ala Val Val Thr Val Pro Ala\yr Phe Asn Asp 

150 155 \ 160 

Ala Gin Arg Gin Ala Thr Lys Asp Ala Gly Thr He Ala ^y Leu Asn 
165 170 \ 175 



Val Met Arg He He Asn Glu Pro Thr Ala Ala Ala He Ala TVr Gl^ 



180 



185 



190 



4 
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Leu Asp Lys Arg Glu Gly Glu Lys Asn lie Leu Val Phe Asp Leu Gly 



200 



205 



Gly Gly Thk Phe Asp Val Ser Leu Leu Thr He Asp Asn Gly Val Phe 
210 \ 215 220 

Glu Val Val Al\ Thr Asn Gly Asp Thr His Leu Gly Gly Glu Asp Phe 
225 \ 230 235 240 

Asp Gin Arg Val Me\ Glu His Phe He Lys Leu Tyr Lys Lys Lys Thr 
245\ 250 255 

Gly Lys Asp Val Arg Ly\ Asp Asn Arg Ala Val Gin Lys Leu Arg Arg 
260 \ 265 270 

Glu Val Glu Lys Ala Lys ArV Ala Leu Ser Ser Gin His Gin Ala Arg 
275 \280 285 

He Glu He Glu Ser Phe Tyr G^su Gly Glu Asp Phe Ser Glu Thr Leu 
290 295 \ 3O0 



Thr Arg Ala Lys Phe Glu Glu Leu 
305 310 



(let Asp Leu Phe Arg Ser Thr 
315 320 



Met Lys Pro Val Gin Lys Val Leu 
325 



plu \sp $er Asp Leu Lys Lys Ser 

335 



Asp He Asp Glu He Val Leu VaiiHTy Gly 
340 f 345 



^er Thr Arg He Pro Lys 
350 



He Gin Gin Leu Val Lys Glu Phe Phe Asn Gly bys Glu Pro Ser Arg 

355 360 \ 365 

Gly He Asn Pro Asp Glu Ala Val Ala Tyr Gly Ala As|.a Val Gin Ala 

370 375 380 

Gly Val Leu Ser Gly Asp Gin Asp Thr Gly Asp Leu Val \eu Leu Asp 

385 390 395 \ 400 

Val Cys Pro Leu Thr Leu Gly He Glu Thr Val Gly Gly Val\Met Thr 

405 410 4^15 

Lys Leu He Pro Arg Asn Thr Val Val Pro Thr Lys Lys Ser Gln\lle 

420 425 430 



Phe Ser Thr Ala Ser Asp Asn Gin Pro Thr Val Thr He Lys Val Tyr^ 
435 440 445 
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Glu Gly Glu Arg Pro Leu Thr Lys Asp Asn His Leu Leu GXy Thr Phe 

460 

ASP Leyhr Gly I.e Pro Pro Ala Pro Arg Gly Val Pro Gin He Clu 

Val Thr Ph\ Clu He Asp Val Asn Gly He Leu Ar, Val Thr Ala Glu 
\ ''^ "90 

ASP Lys Gly TiXly .3n Lys Asa Lys He Thr He Thr Asn Asp Cln 
\ 505 

Asn Arg Leu Thr Pro\lu Glu He Glu Ar, Mef Val Asn Asp Ala Glu 

1315 \ 



525 



Lys Phe Ala Glu Gl. Asp\ys Lys Leu Lys Clu Ar, He Asp Thr 



540 



Asp Thr Arg 



Asn Glu Leu Glu Ser Tvr Ala XTvt- q^*- t 
54 5 ^ Asn Gin He Gly Asp 

^ 555 560 



Lys Glu Lys Leu Gly Gly Lys Leu' 
565 



5er Ser 
570/ 



Glu Lys Ala Val Glu Glu Lys He G1u\t^ 
580 



585 



\sp Lys Glu Thr Met 
575 

^Glu Ser His Gin Asp 
590 



Ala Asp He Glu Asp Phe Lys Ala 
595 

Val Gin Pro He He Ser Lys Leu 
610 



Lys \ys G] 



u Leu Glu Glu He 
605 



Ser 



615 



Gly Pro Pro Pro 



620^ 



Thr Gly Glu Glu Asp Thr 

630 f 



a Glu Leu 



<210> 3 

<211> 1917 

<212> DNA 

<213> Homo sapiens 

<400> 3 



T^TalTJcl ggacgtgggc acggtggtcg gcatcgacct ggggaccacc\o 



aaccgcatca cgccgtccta tgtcgccttc actcct 



gaag gggaacgtct gattggcgat 180\ 
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gccgccaaga 
atcggccgca 
gtggttgaaa 
acatttgctc 
gcttatttgg 
gcccaacgc 
atcaacgagc 
aacatcctgg 
aatggtgtct 
gaccagcgtg 
aggaaagaca 
ctgtcttctc 
tctgagaccc 
'atgaagcccg 
attgttcttg 
ttcaatggca 
gctgtccagg 
gtatgtcccc 
aggaacacag 
ccaactgtta 
ctgggtacat 
gtcacctttg 
gggaacaaaa 
gaaaggatgg 
attgatacta 
aaagaaaagc 
gaagaaaaga 
aagaagaagg 
ggccctcccc 



accagctcac 
cgtggaatga 
agaaaactaa 
ctgaagaaat 
gaaagaaggt 
aagcaaccaa 
^ctacggcagc 
tgtttgacct 
tcVaagttgt 
tcat\ggaaca 
atagagctgt 
agcatckagc 
tgactcg^gc 
tccagaaa 
ttggtggct 
aggaaccatc 
ctggtgtgct 
ttacacttgg 
tggtgcctac 
caatcaaggt 
ttgatctgac 
agatagatgt 
ataagatcac 
ttaatgatgc 
gaaatgagtt 
tgggaggtaa 
ttgaatggct 
aactggaaga 
caactggtga 



ctccaacccc 
cccgtctgtg 
accatacatt 
ttctgccatg 
tacccatgca 
agacgctgga 
tgctattgct 
gggtggcgga 



ggccactaat 
cttcatcaaa 
gcagaaactc 
aagaattgaa 
caaatttgaa 
gttggaagat 
gactcgaatt 
cgtggcata 
ctctggtgat 
tattgaaact 
caanaagtct 
ctatigaaggt 
tggaAttcct 
gaatgcrtatt 
aatcacicaat 
tgagaagVtt 
ggaaagct^t 
actttcct 
ggaaagc 
aattgttcaa 
agaggataca 



gagaacacgg 
cagcaggaca 
caagttgata 
gttctcacta 
gttgttactg 
actattgctg 
tatggcctgg 
accttcgatg 
ggagatactc 
ctgtacaaaa 
cggcgcgagg 
attgagtcct 
gagctcaaca 
tctgatttga 
ccaaagattc 
aacccagatg 
caagatacag 
gtgggaggtg 
cagatctttt 
gaaagacccc 
cctgctcctc 
cttcgagtga 
gaccagaatc 
gctgaggaag 
gcctattctc 

g 
g 

a 

igaacj^cc 



tctttgacgc 
tcaagttctt 
ttggaggtgg 
aaatgaaaga 
taccagccta 
gcctaaatgt 
ataagaggga 
tgtctcttct 
atctgggtgg 
agaagacggg 
tagaaaaggc 
tctatgaagg 
tggatctgtt 
agaagtctga 
agcaactggt 
aagctgtagc 
gtgacctggt 
tcatgaccaa 
ctacagcttc 
tgacaaaaga 
gtggggtccc 
cagctgaaga 
gcctgacacc 
acaaaaagct 
taaagaatca 
agaccatgga 
acattgaaga 
gcaaactcta 
accaccacca 



caagcggctc 
gccgttcaag 
gcaaacaaag 
aaccgctgag 
ttttaatgat 
tatgaggatc 
gggggagaag 
caccattgac 
agaagacttt 
caaagatgtc 
caaacgggcc 
agaagacttt 
ccggtctact 
tattgatgaa 
taaagagttc 
gtatggtgct 
actgcttgat 
actgattcca 
tgataatcaa 
caatcatctt 
acagattgaa 
caagggtaca 
tgaagaaatc 
caaggagcgc 
gattggagat 
aaaagctgta 
cttcaaagct 
tggaagtgca 
ccaccac 



240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1917 



<210> 4 
<211> 32 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificj 



Sequence: primei 



<400> 4 

tatacatatg gaggaggaca agaaggagga eg 



32 



<210> 5 
<211> 32 
<212> DNA 

<213> Artificial Sequence 



7 




8 



